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The Encyclopedia Of DNA Elements Consortium

Goals:
• Catalog all functional elements in the genome
• Develop freely available resource for research community
• Study human as well as other species
• Project components: data generation, analysis, and repository
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NHGRI

Community Resource

• Rapid pre-publication data release

• Open access of software tools and analysis pipelines

• Ensure high data quality
� Data standards
� Quality control metrics
� Analytical tools

• ENCODE Encyclopedia: analysis results



NHGRI

Publications Using ENCODE Data



Publications Using ENCODE Data

~ 550 Consortium publications

~1750 community publications using 
ENCODE data:

~725 Human Disease
~770 Basic Biology
~260 Methods/Software     

Development

https://www.encodeproject.org
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1. Publicly available datasets, and lots of them!

2. Integrative analysis of many assays performed on the same cells or 
tissues

3. Uniform data processing and quality control, rich metadata, and 
standards

Advantages of a Consortium



But, ENCODE Teleconferences
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ENCODE 4
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1. Histone Marks: Brad Bernstein/C. Nusbaum
2. Hi-C: Erez Lieberman Aiden
3. ChIA-PET: Yijun Ruan
4. TF ChIP-seq: Rick Myers/E. Mendenhall
5. TF ChIP-seq: Mike Snyder
6. DNase-seq: John Stamatoyannopoulos
7. RNA-seq: Barbara Wold/A. Mortizavi
8. RNA dynamics: Mats Ljungman

1. Nadav Ahitav/J. Shendure
2. Will Greenleaf/M. Bassik
3. John Lis/H. Yu
4. Len Pennacchio/A. Visel
5. Yin Shen/B. Ren

DCC: Mike Cherry
DAC: Zhiping Weng/M. Gerstein

1. Alkes Price/S. Raychaudhuri
2. Christina Leslie
3. Grace Xiao
4. Jonathan Pritchard
5. Mike Beer
6. Ting Wang/B. Cohen/C. Feschotte



Summary of ENCODE 3 Data Production



The ENCODE Portal: encodeproject.org

The Epigenomic Roadmap data are also on the ENCODE Portal!



Total ENCODE Data



Data Generated During ENCODE Phase 3



ENTEx: ENCODE + GTEx

• Human tissue samples from multiple 
donors
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RNA Binding Proteins

• eCLIP for 90 RBPs in K562 and HepG2 cell 
lines

• Over 70 RNA Bind-n-Seq experiments

• RIP-seq for over 30 RBPs across 3 cell types



The ENCODE Encyclopedia



ASHG Interactive Workshop: Navigating the ENCODE 
Encyclopedia: Exploring Candidate Regulatory Elements, Linked 

Genes, and Genetic Variation with SCREEN

No Relevant Conflicts to Disclose: 
Jill Moore
Zhiping Weng
Michael Purcaro

Disclosure for:


